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<210> 1 

<211> 1905 

<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<221> misc_feature 

<223> CCS52A1 cDNA 



60 
120 
180 



<400> 1 

atggaagaag aagatcctac agcaagcaat gtgataacga attcgaattc ttcatctatg 
agaaacctat cgccggcgat gaatactccg gtggtttcac ttgagtcacg aatcaatcga 
ttaatcaatg ctaatcaatc tcaatcacca tcaccatcat cactatcaag gtctatatac 
tctgatagat ttatccccag tagatccgga tccaatttcg ctcttttcga tctatctcct 240 
tctcctagta aagatggtaa ggaagatgga gctggctctt acgctactct gttgcgtgcg 300 
gcgatgtttg gtcctgagac gccggagaag agagatatta ctgggttttc ttcttccagg 360 
aatattttta ggtttaagac ggagactcat cggtctttga attcgttttc tccttttggt 420 
gttgatgatg attctcctgg tgtttctcat agtggtcctg ttaaagctcc caggaaagtg 4 80 
ccgcgatcgc cgtataagat tcttgatctc gttgacttta gatctttggt ttcgataatg 540 
catgaaacaa tttgtgatct ttgtgatgtt ttggtctctg agggtctaga atttgagtct 600 
gaggtattgg atgcaccggc cttgcaagat gatttttatc tgaatcttgt ggattggtct 
gcacaaaatg ttctagcagt gggactaggg aactgtgtgt atttatggaa tgcttgtagc 
agcaaggtta ctaagttatg tgatctcgga gctgaggata gtgtttgctc agtgggttgg 780 
gcgttacgtg gaactcatct ggctgttgga actagtaccg ggaaagttca gatatgggat 
gcgtcacgct gcaagagaac aagaacaatg gaaggtcatc gtctaagagt tggagccctg 
gcatggggtt catcggttct gtcatctggt agcagagaca agagtattct tcagagagac 
ataaggtgtc aagaagatca tgtcagtaaa ttggcaggtc ataaatctga ggtatgcgga 1020 



660 
720 



840 
900 
960 
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ctcaagtggt 


cttatgacaa 


cagagagcta 


gcatctggtg 


gaaacgacaa 


taggcttttt 


1080 


gtatggaacc 


aacattcaac 


acaaccggtt 


ttgaaatata 


gtgaacacac tgcagctgtt 


1140 


aaagccattg 


cttggtctcc 


tcatgttcat 


gggcttcttg 


cttctggtgg tggtactgct 


1200 


gatagatgca 


tacgtttttg 


gaatacaacc 


acgaatactc 


atttaagttc 


catagatact 


1260 


tgcagtcagg 


tatgcaatct 


agcttggtct 


aagaacgtaa 


acgagcttgt 


tagcacacac 


1320 


ggata.ctctc 


agaaccaaat 


cattgtctgg 


aaatacccaa 


ccatgtccaa 


aattgctact 


1380 


ctaaccggtc 


acacataccg 


agtcttatac 


cttgcggttt 


cacccgatgg acagacgatt 


1440 


gtaacaggag 


caggagatga 


aaccttaagg 


ttctggaatg 


ttttcccttc 


cccaaaatct 


1500 


cagaacacgg 


atagtgaaat 


cgggtcgtct 


ttctttggta 


gaacaacaat 


tcggtgagaa 


1560 


gttactttca 


aaacacacag 


aaaaagtcat 


aaattcttga 


tttcttcagc 


agcagccagc 


1620 


ttgagttggt 


cgtctcaacc 


aacttttttc 


acacgggagc 


agagagtcat 


taaattcttt 


1680 


tacacacgga 


tgcaacaaga 


tctaaccctt 


ttgatttaat 


cacgatcttt 


gggtttccat 


1740 


caagatgcac 


aacattttcc 


cccaaaattt 


tccaaagtgt 


atatctttat 


tcaatttttc 


1800 


ttcatatatc 


aaaatatagt 


ttcttttgta 


tttatttact 


tacgaacaca 


acattttata 


1860 


aaataagccc 


atgataataa 


tgcaataatt 


cgttaccatt 


ctctt 




1905 



<210> 2 

<211> 518 

<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> MIS COFEATURE 

<223> CCS52A1 protein 

<400> 2 

Met Glu Glu Glu Asp Pro Thr Ala Ser Asn Val lie Thr Asn Ser Asn 
15 10 15 

Ser Ser Ser Met Arg Asn Leu Ser Pro Ala Met Asn Thr Pro Val Val 
20 25 30 

Ser Leu Glu Ser Arg lie Asn Arg Leu lie Asn Ala Asn Gin Ser Gin 
35 40 45 

Ser Pro Ser Pro Ser Ser Leu Ser Arg Ser lie Tyr Ser Asp Arg Phe 
50 55 60 

lie Pro Ser Arg Ser Gly Ser Asn Phe Ala Leu Phe Asp Leu Ser Pro 
65 70 75 80 



Ser Pro Ser Lys Asp Gly Lys 
85 



Glu Asp Gly Ala 

90 . 



Gly Ser Tyr Ala Thr 
95 
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Leu Leu Arg Ala Ala Met Phe Gly Pro Glu Thr Pro Glu Lys Arg Asp 
100 105 HO 

He Thr Gly Phe Ser Ser Ser Arg Asn lie Phe Arg Phe Lys Thr Glu 
115 120 125 

Thr His Arg Ser Leu Asn Ser Phe Ser Pro Phe Gly Val Asp Asp Asp 
130 135 140 

Ser Pro Gly Val Ser His Ser Gly Pro Val Lys Ala Pro Arg Lys Val 
145 150 155 160 

Pro Arg Ser Pro Tyr Lys He Leu Asp Leu Val Asp Phe Arg Ser Leu 
165 170 175 

Val Ser He Met His Glu Thr He Cys Asp Leu Cys Asp Val Leu Val 
180 185 190 

Ser Glu Gly Leu Glu Phe Glu Ser Glu Val Leu Asp Ala Pro' Ala Leu 
195 200 205 

Gin Asp Asp Phe Tyr Leu Asn Leu Val Asp Trp Ser Ala Gin Asn Val 
210 " 215 220 

Leu Ala Val Gly Leu Gly Asn Cys Val Tyr Leu Trp Asn Ala Cys Ser 
' 225 230 235 240 

Ser Lys Val Thr Lys Leu Cys Asp Leu Gly Ala Glu Asp Ser Val Cys 
245 250 255 

Ser Val Gly Trp Ala Leu Arg Gly Thr His Leu Ala Val Gly Thr Ser 
260 265 270 

Thr Gly Lys Val Gin He Trp Asp Ala Ser Arg Cys Lys Arg Thr Arg 
275 280 285 

Thr Met Glu Gly His Arg Leu Arg Val Gly Ala Leu Ala Trp Gly Ser 
290 295 300 

Ser Val Leu Ser Ser Gly Ser Arg Asp Lys Ser He Leu Gin Arg Asp 
305 310 315 320 

He Arg Cys Gin Glu Asp His Val Ser Lys Leu Ala Gly His Lys Ser 
325 330 335 ' 

Glu Val Cys Gly Leu Lys Trp Ser Tyr Asp Asn Arg Glu Leu Ala Ser 
340 345 350 

Gly Gly Asn Asp Asn Arg Leu Phe Val Trp Asn Gin His Ser Thr Gin 
355 360 365 

Pro Val Leu Lys Tyr Ser Glu His Thr Ala Ala Val Lys Ala He Ala 
370 375 380 

Trp Ser Pro His Val His Gly Leu Leu Ala Ser Gly Gly Gly Thr Ala 
385 390 395 400 

Asp Arq Cys He Arg Phe Trp Asn Thr Thr Thr Asn Thr His Leu Ser 
405 410 415 
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Ser lie Asp Thr Cys Ser Gin Val Cys Asn Leu Ala Trp Ser Lys Asn 
420 425 430 

Val Asn Glu Leu Val Ser Thr His Gly Tyr Ser Gin Asn Gin lie lie 
435 440 445 

Val Trp Lys Tyr Pro Thr Met Ser Lys lie Ala Thr Leu Thr Gly His 
450 ~ 455 460 

Thr Tyr Arg Val Leu Tyr Leu Ala Val Ser Pro Asp Gly Gin Thr lie 
465 470 475 480 

Val Thr Gly Ala Gly Asp Glu Thr Leu .Arg Phe Trp Asn Val Phe Pro 
485 490 495 

Ser Pro Lys Ser Gin Asn Thr Asp Ser Glu lie Gly Ser Ser Phe Phe 
500 505 510 

Gly Arg Thr Thr lie Arg 
515 



<210> 3 

<211> 2028 

<212> DNA 

<213> Oryza sativa 

<220> 

<221> misc_feature 

<223> CCS52A cDNA 



<400> 3 
atccccaaat 


ctctcgcccc 


cacccatgga 


tcaccaccac 


caccacctgc 


cgccgccgcc 


60 


gccgcggtcg 


ccgatggaga 


actccgcgtc 


ctccaagccg 


cccaccccgg 


cgtccacccc 


120 


gtcgtcgcgc 


ctcgccgccg 


cgccgtcctc 


ccgcgtctcc 


tccgcggcgc 


cgcacccctc 


180 


cccgtcctcc 


tccgcgccca 


cgccggcctc 


gcggacggtc 


tacagcgacc 


gcttcatccc 


240 


cagccgcgcc 


ggatccaacc 


tcgcgctctt 


cgacctcgcc 


ccgtcgccgt 


cccaccacga 


300 


cgccgccgcc 


gccgccgcct 


cccccggcgc 


gccgcccccc 


tccggatcta 


ccccggcctc 


360 


gtcgccctac 


tgcgcgctcc 


tccgcgccgc 


gctcttcggc 


cccaccacgc 


ccgaccgggt 


420 


ggcgtcgtcg 


gcgtccgcgt 


gctcctcctc 


ctcctccgcc 


ggggcgtcgc 


ccgtgggctc 


480 


acccgccacc 


ggcaacatat 


tcaggttcaa 


ggcggaggtg 


ccccggaatg 


ctaagcgcgc 


540 


ccttttctcc 


gacggggacg 


acgagggcgt 


gctcttcccc 


ggggtgttca 


cgacgagggg 


600 


cactggcccc 


aggaagatcc 


ctaggtcacc 


ttataaggtg 


ctggatgctc 


ccgcattgca 


660 


ggatgacttc 


tacctgaacc 


ttgtggattg 


gtcttcgcat 


aatatccttg 


cagttggatt 


720 


ggggaattgt 


gtctacttat 


ggaatgcatg 


cagcagcaag 


gtcaccaagc 


tatgtgattt 


780 


gggggtggat 


gacaatgtct 


gttcagtggg 


ttgggcacag 


cgtggcactc 


accttgctgt 


840 
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agggacaaac caaggcaaag ttcaggtatg ggatgccact cgttgtaaga gaataagaac 900 
catggaaagc catcggatgc gagtaggtgc tcttgcatgg aattcatcat tgctttcgtc 960 

aggcagtcgt gacaagagca tccttcacca tgatatccgt gcccaggatg attatattag 1020 

tagacttgct gggcataaat cggaggtctg tgggctcaag tggtcttatg ataaccgtca 1080 

gcttgcatct ggtggtaatg acaacagact ttatgtatgg aatcaacact cggcgcaccc 1140 

ggtactgaag tatactgagc atacagcagc tgtcaaagct attgcgtggt cacctcatct 1200 

tcatgggctg cttgcatctg gtggaggaac tgcagataga tgcatacgat tttggaatac 12 60 

caccacgaat atgcacttaa attgcgtcga cacaggcagt caggtctgta atcttgtatg 1320 

gtcaaagaat gttaatgagc ttgttagcac tcatggatat tctcaaaatc agataattgt 1380 

ttggcgatac ccaacaatgt caaagctcgc cacattgaca ggccatacat atagggtatt 14 40 

atatttagcc atctccccag atggacagac tatagtaact ggcgctggtg atgaaacgct 1500 

tcggttttgg aacgtgtttc catctcccaa gtcccagagt tctgacagcc taagtagcat 15 60 

cggggccaca tcatttgtta ggagctacat ccggtgacac tgagatgtgg taatctaata 1620 

acacttggct cataagtcat aacactactg cagcagagtg ttgatgatca tcaatatcat 168 0 

tccatttgta ccacttgcat caccagttca tgaaccatca aacctagcca aattttagag 1740 

atagtaggat gcagaatggt gaaactggct cgcagacctc ggagtggctc atttgctgaa 1800 

tgctgtatat atttattcat tggctttgta ggagcgaaga tggcaaacac tgaccatccg 18 60 

caatgtacca ttgataagtt cacggcctcc tgtttttgtt tttgctgagt caacttggag 1920 

ctggagctct tatgtatacc atgctagggc ttaacaacat tggccaactc atgatgctca 1980 

ttgcatccaa gttggaatat gctaaggaag ctggagaatt tctggtgc 2028 

<210> 4 

<211> 507 

<212> PRT 

<213> Oryza sativa 

<220> 

<221> MISC_FEATURE 
<223> CCS52A protein 

<400> 4 

Met Glu Asn Ser Ala Ser Ser Lys Pro Pro Thr Pro Ala Ser Thr Pro 
1 5 10 15 

Ser Ser Arg Leu Ala Ala Ala Pro Ser Ser Arg Val Ser Ser Ala Ala 
20 25 30 

Pro His Pro Ser Pro Ser Ser Ser Ala Pro Thr Pro Ala Ser Arg Thr 
35 40 45 
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Val Tyr Ser Asp Arg Phe lie Pro Ser Arg Ala Gly Ser Asn Leu Ala 
50 55 60 

Leu Phe Asp Leu Ala Pro Ser Pro Ser His His Asp Ala Ala Ala Ala 
65 70 75 80 

Ala Ala Ser Pro Gly Ala Pro Pro Pro Ser Gly Ser Thr Pro Ala Ser 
85 90 95 

Ser Pro Tyr Cys Ala Leu Leu Arg Ala Ala Leu Phe Gly Pro Thr Thr 
100 105 ... 110 

Pro Asp Arg Val Ala Ser Ser Ala Ser Ala Cys Ser Ser Ser Ser Ser 
115 120 125 

Ala Gly Ala Ser Pro Val Gly Ser Pro Ala Thr Gly Asn lie Phe Arg 
130 135 140 

Phe Lys Ala Glu Val Pro Arg Asn Ala Lys Arg Ala Leu Phe Ser Asp 
145 150 155 160 

Gly Asp Asp Glu Gly Val Leu Phe Pro Gly Val Phe Thr Thr Arg Gly 
165 170 175 

Thr Gly Pro Arg Lys lie Pro Arg Ser Pro Tyr Lys Val Leu Asp Ala 
180 185 190 

Pro Ala Leu Gin Asp Asp Phe Tyr Leu Asn Leu Val Asp Trp Ser Ser 
195 200 205 

His Asn lie Leu Ala Val Gly Leu Gly Asn Cys Val Tyr Leu Trp Asn 
210 215 220 

Ala Cys Ser Ser Lys Val Thr Lys Leu Cys Asp Leu Gly Val Asp Asp 
225 230 235 240 

Asn Val Cys Ser Val Gly Trp Ala Gin Arg Gly Thr His Leu Ala Val 
245 250 255 

Gly Thr Asn Gin Gly Lys Val Gin Val Trp Asp Ala Thr Arg Cys Lys 
260 265 270 

Arg lie Arg Thr Met Glu Ser His Arg Met Arg Val Gly Ala Leu Ala 
275 280 285 

Trp Asn Ser Ser Leu Leu Ser Ser Gly Ser Arg Asp Lys Ser lie Leu 
290 295 300 

His His Asp lie Arg Ala Gin Asp Asp Tyr lie Ser Arg Leu Ala Gly 
305 310 315 320 

His Lys Ser Glu Val Cys Gly Leu Lys Trp Ser Tyr Asp Asn Arg Gin 
325 330 335 

Leu Ala Ser Gly Gly Asn Asp Asn Arg Leu Tyr Val Trp Asn Gin His 
340 345 350 

Ser Ala His Pro Val Leu Lys Tyr Thr Glu His Thr Ala Ala Val Lys 
355 360 365 
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Ala He Ala Trp Ser Pro His Leu His Gly Leu Leu Ala Ser Gly Gly 
370 375 380 

Gly Thr Ala Asp Arg Cys He Arg Phe Trp Asn Thr Thr Thr Asn Met 
385 " 390 395 400 

His Leu Asn Cys Val Asp Thr Gly Ser Gin Val Cys Asn Leu Val Trp 
405 410 415 

Ser Lys Asn Val Asn Glu Leu Val Ser Thr His Gly Tyr Ser Gin Asn 
420 425 430 

Gin He He Val Trp Arg Tyr Pro Thr Met Ser Lys Leu Ala Thr Leu 
435 440 445 

Thr Gly His Thr Tyr Arg Val Leu Tyr Leu Ala He Ser Pro Asp Gly 
450 455 460 

Gin Thr He Val Thr Gly Ala Gly Asp Glu Thr Leu Arg Phe Trp Asn 
465 470 475 480 

Val Phe Pro Ser Pro Lys Ser Gin Ser Ser Asp Ser Leu Ser Ser He 
485 490 495 

Gly Ala Thr Ser Phe Val Arg Ser Tyr He Arg 
500 505 



<210> 5 

<211> 1587 

<212> DNA 

<213> Oryza sativa 

<220> 

<221> misc_feature 

<223> DNA encoding CCS52B protein 



<400> 5 
atgctaatgg 


gccggcccgc 


atggcagaga 


gagtacaacg 


gctactcggg 


tggggggccc 


60 


acagtcagag 


ggagacagct 


cgtgctagaa 


aaagtaggcg 


acttgcccac 


tccaaccaaa 


120 


gtgaccgttg 


caacctcatc 


tccgctcctc 


ttcctcctcc tcgtcgtcgt 


tgtcgtcgtc 


180 


ggcggcgcat 


ccagcctcga 


cgtgccggcg 


gcgccggcgc 


cgccgcgcct 


caacgtgccg 


240 


ccggcgatgg 


cgggggggct 


ccgcctcgat 


cccgccgtcg 


cctccccggc 


ccgcctcctc 


300 


ctcgacgtcc 


ccaagacgcc 


atccccttcc 


aagaccacgt 


acagcgaccg 


cttcatcccc 


360 


tgccgctcct 


cctcccgcct 


ccacaacttc 


gccctcctcg 


accgcgaccg 


cgcctccccc 


420 


tcctccacca 


ccgacgacgc 


cccctactcc 


cgcctcctcc 


gcgccgagat 


cttcggcccg 


480 


gactccccct 


ccccggctcc 


ctcctccccc 


aacaccaacc 


tcttccgctt 


caagaccgac 


540 


cacccctcgc 


ccaaatcgcc 


cttcgccgcc 


tccgccgccg 


ccaccgccgg 


ccactacgac 


600 


tgcaccgccg 


gctccgctga 


atcctccacg 


ccgcgcaagc 


cgcccaggaa 


ggtccccaag 


660 
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accccgcaca 


aggtcctgga 


cgcgccgtcg ctgcaggacg acttctacct 


caatcttgtc 


720 


gactggtcgt 


cgcagaacac 


gctcgccgtc ggcctcggga attgegtcta cctctggtcg 


780 


gcttccaatt 


gcaaggtcac 


caagctctgc gatttggggc ccagggacag 


cgtctgcgct 


840 


gtgcactgga 


cccgagaagg 


ctcctatctt gccatcggca ccagccttgg 


cgatgtccag 


900 


atttgggata 


gctctcgctg 


taaaeggatt aggaacatgg gaggacacca 


aacaeggact 


960 


ggtgtattag 


catggagctc 


ccgaatcttg tcctccggta gcagggacaa gaacatattg 


1020 


cagcatgaca 


tccgtgtccc 


aagtgactat atcagcaagt tctcagggca 


cagatcagag 


1080 


aaccatgtat 


gtgcatcaag 


tgacagtttt tttggtcagg tctgtggact 


gaaatggtcg 


1140 


cacgacgacc 


gtgagcttgc 


atccggtgga aatgataatc agetgetagt 


atggaaccaa 


1200 


cgttcgcagc 


agecgatatt 


gaggctgaca gaacacacag ctgcagttaa 


agcaatagca 


1260 


tggtcaccac 


atcagcaagg 


cctcctggca tcaggtggtg gaaccgctga 


taggtgtatc 


1320 


aggttctgga 


acacggttaa 


tggaaacatg ctgaattcag tggacacagg cagccaggcg 


1380 


act ugt gage 


actcatgggt 


attcccaaaa ccaaatcatg gtgtggaagt 


acccatctat 


1440 


gtcaaaggtt 


gctactctaa 


ctggacacac getgegagtg ctttaccttg 


caatgtcacc 


1500 


acaatagtaa 


caggagcegg 


ggatgaaacc ctcagatttfe ggaatatttt 


tccttcaatg 


1560 


aagacacagg 


taggcatcta 


ttgttga 




1587 



<210> 6 

<211> 528 

<212> PRT 

<213> Oryza sativa 

<220> 

<221> MIS C_FE AT URE 
<223> CCS52B protein 

<400> 6 

Met Leu Met Gly Arg Pro Ala Trp Gin Arg Glu Tyr Asn Gly Tyr Ser 
1 5 10 15 

Gly Gly Gly Pro Thr Val Arg Gly Arg Gin Leu Val Leu Glu Lys Val 
20 25 30 

Gly Asp Leu Pro Thr Pro Thr Lys Val Thr Val Ala Thr Ser Ser Pro 
35 40 45 

Leu Leu Phe Leu Leu Leu Val Val Val Val Val Val Gly Gly Ala Ser 
50 55 60 

Ser Leu Asp Val Pro Ala Ala Pro Ala Pro Pro Arg Leu Asn Val Pro 
65 70 75 80 

Pro Ala Met Ala Gly Gly Leu Arg Leu Asp Pro Ala Val Ala Ser Pro 



WO 2004/087929 



PCT/IB2004/000970 



85 90 95 

Ala Arg Leu Leu Leu Asp Val Pro Lys Thr Pro Ser Pro Ser Lys Thr 
100 105 110 

Thr Tyr Ser Asp Arg Phe lie Pro Cys Arg Ser Ser Ser Arg Leu His 
115 120 125 

Asn Phe Ala Leu Leu Asp Arg Asp Arg Ala Ser Pro Ser Ser Thr Thr 
130 135 140 

Asp Asp Ala Pro Tyr Ser Arg Leu Leu Arg Ala Glu lie Phe Gly Pro 
145 " 150 155 ... 160 

Asp Ser Pro Ser Pro Ala Pro Ser Ser Pro Asn Thr Asn Leu Phe Arg 
165 170 175 

Phe Lys Thr Asp His Pro Ser Pro Lys Ser Pro Phe Ala Ala Ser Ala 
180 185 190 

Ala Ala Thr Ala Gly His Tyr Asp Cys Thr Ala Gly Ser Ala Glu Ser 
195 " 200 ~ 205 

Ser Thr Pro Arg Lys Pro Pro Arg Lys Val Pro Lys Thr Pro His Lys 
210 215 220 

Val Leu Asp Ala Pro Ser Leu Gin Asp Asp Phe Tyr Leu Asn Leu Val 
225 230 235 240 

Asp Trp Ser Ser Gin Asn Thr Leu Ala Val Gly Leu Gly Asn Cys Val 
245 250 255 

Tyr Leu Trp Ser Ala Ser Asn Cys Lys Val Thr Lys Leu Cys Asp Leu 
260 265 270 

Gly Pro Arg Asp Ser Val Cys Ala Val His Trp Thr Arg Glu Gly Ser 
275 280 285 

Tyr Leu Ala lie Gly Thr Ser Leu Gly Asp Val Gin lie Trp Asp Ser 
290 295 300 

Ser Arg Cys Lys Arg lie Arg Asn Met Gly Gly His Gin Thr Arg Thr 
305 " 310 " 315 320 

Gly Val Leu Ala Trp Ser Ser Arg lie Leu Ser Ser Gly Ser Arg Asp 
325 330 335 

Lys Asn He Leu Gin His Asp He Arg Val Pro Ser Asp Tyr He Ser 
340 345 350 

Lys Phe Ser Gly His Arg Ser Glu Asn His Val Cys Ala Ser Ser Asp 
355 ~ ~ 360 365 

Ser Phe Phe Gly Gin Val Cys Gly Leu Lys Trp Ser His Asp Asp Arg 
370 375 380 

Glu Leu Ala Ser Gly Gly Asn Asp Asn Gin Leu Leu Val Trp Asn Gin 
385 390 395 400 

Arg Ser Gin Gin Pro He Leu Arg Leu Thr Glu His Thr Ala Ala Val 
405 410 415 
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Lys Ala lie Ala 
420 

Gly Gly Thr Ala 
435 

Asn Met Leu Asn 
450 

Ser Trp Val Phe 
465 



Trp Ser Pro His 



Asp Arg Cys lie 
440 

Ser Val Asp Thr 
455 

Pro Lys Pro Asn 
470 



Gin Gin 
425 

Arg Phe 
Gly Ser 
His Gly 



Gly Leu Leu Ala 
430 

Trp Asn Thr Val 
445 



Ser Gly 
Asn Gly 



Gin Ala Thr Cys Glu His 
460 



Val Glu Val Pro 
475 



lie Tyr 
480 



Val Lys Gly Cys 



Tyr Ser Asn Trp Thr His 
485 490 



Ala Ala Ser Ala 



Leu Pro 
495 



Cys Asn Val Thr 
500 

Phe Trp Asn lie 
515 



Thr lie Val Thr 



Gly Ala 
505 



Phe Pro Ser Met Lys Thr 
520 



Gly Asp Glu Thr Leu Arg 
510 

Gin Val Gly He Tyr Cys 
525 



<210> 


7 


<211> 


9 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


consensus motif 1 of 


<220> 




<221> 


MISC FEATURE 


<222> 


(1) (6) 


<223> 


Xaa = unknown 


<400> 


7 



Xaa Ser Xaa Xaa Xaa Xaa Phe Asp Leu 



<210> 


8 


<211> 


17 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


consensus motif 2 of 


<220> 




<221> 


MISC FEATURE 


<222> 


(1) . . (15) 


<223> 


Xaa = unknwon 


<400> 


8 



Xaa Xaa Xaa Xaa Xaa Xaa Tyr Xaa Xaa Leu Leu Xaa Xaa Xaa Xaa Phe 
15 10 15 
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Gly 



<210> 9 

<211> 18 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> consensus motif 3 of CCS52 protein 
<220> 

<221> MIS COFEATURE 

<222> (13) . . (14) 

<223> Xaa = unknown or absent 



<220> 

<221> MIS COFEATURE 

<222> (1)..(12) 

<223> Xaa = unknown 



<220> 

<221> MIS C_FEATURE 

<222> (17).. (18) 

<223> Xaa = unknown 



<400> 9 

Xaa Xaa Xaa Xaa Asn Xaa Xaa Arg Phe Lys Xaa Xaa Xaa Xaa Arg Arg 
15 10 15 



Xaa Xaa 



<210> 10 

<211> 6 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> consensus motif 4 of CCS52 protein 

<400> 10 

Ser Lys Val Thr Lys Leu 
1 ~ 5 



<210> 11 

<211> 11 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> consensus motif 5 of CCS 5 2 protein 
<220> 

<2 2 1 > MI SC_FEATURE 

<222> (2).. (7) 

<223> Xaa = unknown 



<400> 11 

Asp Xaa Xaa Ser Xaa Leu Xaa Gly His Lys Ser 
15 10 



<210> 12 

<211> 12 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> consensus motif 6 of CCS52 protein 
<220> 

<221> MISC_FEATURE 

<222> (3).. (10) 

<223> Xaa = unknown 



<400> 12 

His Ser Xaa Xaa Pro Xaa Leu Xaa Xaa Xaa Glu His 
15 10 



<210> 13 

<211> 14 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> consensus motif 7 of CCS52 protein 
<220> 

<221> MIS C_FEAT URE 

<222> (5) . . (12) 

<223> Xaa = unknown 



<400> 13 

Trp Asn Thr Thr Xaa Xaa Xaa Xaa Leu Xaa Xaa Xaa Asp Thr 
15 10 



<210> 14 

<211> 14 

<212> PRT 

<213> Artificial Sequence 



<220> 



WO 2004/087929 



PCT/IB2004/000970 



<223> 


consensus motif 8 of CCS52 protein 




<220> 
<221> 
<222> 
<223> 


MISC FEATURE 
(5) (5) 
Xaa = unknown 




<400> 


14 




Leu Tyr Leu Ala Xaa Ser Pro Asp Gly Gin Thr 
1 5 . .. 10 


He Val 


<210> 
<211> 
<212> 
<213> 


15 
13 
PRT 

Artificial Sequence 




<220> 
<223> 


consensus motif 9- of CCS52 protein 




A A A A 
O H CM 00 
CM CM CM CM 
CM CM CM CM 
V V V V 


MISC FEATURE 
(1) (ID 
Xaa = unknown 




<400> 


15 




Xaa Xaa Gly Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
15 10 


He Arg 



Thr 



<210> 


16 


<211> 


7 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


consensus C box 


<220> 




<221> 


MISC FEATURE 


<222> 


(6) (6) 


<223> 


Xaa = unknown 


<400> 


16 


Asp Arg Phe lie Pro Xaa Arg 


1 


5 


<210> 


17 


<211> 


9 


<212> 


PRT 



<213> Artificial Sequence 



<220> 

<223> consensus motif 1 of CCS52A proteins 



WO 2004/087929 


<220> 
<221> 
<222> 
<223> 


MISC FEATURE 
(4) . . (4) 
Xaa = F or L 


<220> 
<221> 
<222> 
<223> 


MISC FEATURE 
(9) . . (9) 
Xaa - L or I 


<400> 


17 


Gly Ser Asn Xaa Ala Leu Phe Asp 
1 5 


<210> 
<211> 
<212> 
<213> 


18 
57 
DNA 

Artificial Sequence 


<220> 
<223> 


primer 


<400> 18 

ggggacaagt ttgtacaaaa aagcaggctt 


<210> 
<211> 
<212> 
<213> 


19 
52 
DNA 

Artificial Sequence 


<220> 
<223> 


primer 


<400> 


19 



PCTYIB2004/000970 



57 



ggggaccact ttgtacaaga aagctgggtt tctcaccgaa ttgttgttct ac 



52 



14 



